A. The proportion of differentially represented barcodes (DRBs) identified in the null subsamples with various RNA-seq analysis algorithms using the same design as in Fig 2D. The bars represent the mean proportion of DRBs calculated over 3-fold bootstrap runs (mean of the 10 resamples with replacement) under indicated unadjusted p-value thresholds. B. Bars represent the proportion of DRBs identified in the OVCAR5 null subsamples with different RNA-seq analysis algorithms. Samples used in control and treatment groups are indicated on the left. The bars represent the average percentage of barcodes called falsely as differentially represented by the indicated algorithms (10 resamplings with replacement), under different nominal false discovery rate (FDRs) thresholds.
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